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WORD 6.0.1 f\r Macintosh 



<210> 
<211> 
<212> 
<213> 
<220> 
<223> 
<400> 



1 

3147 
DNA 

Homo sapiens 



TADG-15 
1 



tcaagagcgg 
gaaggacttc 
ggaaggcgtg 
gcgctgggtg 
cttcctggtg 
catgaggatc 
tgtaagcctg 
cctgggcccc 
ctactactgg 
ggccgaggag 
cacctcagtg 
ctgcagcttt 
ccctgacagc 
ctcagtgctg 
cgacctggtg 
gtgtggcacc 
catcacactg 
gctgcctagg 
cccctactac 
caacaaccag 
tgcgggcacc 
gtcccagttc 
gtcctacacc 
cccggggcag 
ctgggccgac 



cctcggggta 
ggcgcgggac 
gagttcctgc 
gtgctggcag 
tggcatttgc 
acaaatgaga 
gccagcaagg 
taccacaagg 
tctgagttca 
cgcgtagtca 
gtggctttcc 
ggcctgcacg 
ccctaccccg 
agcctcacct 
acggtgtaca 
taccctccct 
ataaccaaca 
atgagcagct 
ccaggccact 
catgtgaagg 
tgccccaagg 
gtcgtcacca 
gacaccggct 
ttcacgtgcc 
tgcaccgacc 



ccatggggag 
tcaagtacaa 
cagtcaacaa 
ccgtgctgat 
agtaccggga 
attttgtgga 
tgaaggacgc 
agtcggctgt 
gcatcccgca 
tgctgccccc 
ccacggactc 
cccgcggtgt 
ctcatgcccg 
tccgcagctt 
acaccctgag 
cctacaacct 
ctgagcggcg 
gtggaggccg 
acccacccaa 
tgagcttcaa 
actacgtgga 
gcaacagcaa 
tcttagctga 
gcacggggcg 
acagcgatga 



s^gatcgggcc 
.cccggcac 
cg\caagaag 
cggc 

cgtg&gtgtc 
tgccl 
gctgaa^ctg 
gacggcco^c 
gcacctggl 
gcgggcgcgt 
caaaacagta 
ggagctgatg 
ctgccagtgg 
tgaccttgcg 
ccccatggag 
gaccttccac 
gcatcccggc 
cttacgtaaa 
cattgactgc 
attcttctac 
gatcaatggg 
caagatcaca 
atacctctcc 
gtgtatccgg 
gctcaactgc 



cgcaagggcg 
gagaaagtga 
gtggaaaagc 
ttggtcttgc 
cagaaggtct 
aactccaact 
ctgtacagcg 
agcgagggca 
gaggaggccg 
tccctgaagt 
; agaggaccc 
cttcacca 
g^cctgcggg 
tcatgcgacg 
ccc< 
tcctc 

tttgafi^cca 
rga 

acatgga/ 
ctgctggac 
gagaaatacl 
gttcgcttcc 
tacgactcca 
aaggagctgc 
agttgcgacg 



i^cgccc 
lccaga 



gagggggccc 60 
atggcttgga 120 
atggcccggg 180 
tggggatcgg 240 
tcaatggcta 300 
ccactgagtt 360 
gagtcccatt 420 
gcgtcatcgc 480 
agcgcgtcat 540 
cctttgtggt 600 
aggacaacag 660 
cgcccggctt 720 
gggacgccga 780 
agcgcggcag 840 
tggtgcagtt 900 
acgtcctgct 960 
ccttcttcca 1020 
cattcaacag 1080 
ttgaggtgcc 1140 
ccggcgtgcc 1200 
gcggagagag 1260 
.ctcagatca 1320 
stgacccatg 1380 
gotgtgatgg 1440 
ccgoccacca 1500 



SEQ-1 



gttcacgtgc 
ctgcggagac 
caatgggaag 
gtccgacgag 
ctgcctcaat 
tagcgacggc 
tcgtgt/tgtt 
tgctctgggc 
tgccgcacac 
ggccttcctg^ 
gctcaagcgc 
gctgctggag 
ggacgcctcc 
ccagtatgga 
gaccacctgc 
cctcagcggc 
ggcggatggg 
gaacaagcca 
tggggtatag 
cccagtgtgc 
>Catacactgt 
/ cagcctccaa 
actgggggca 
cgtttgtgta 
tcctcagtga 
tgaggaagcc 
taccagctcc 
ttctttttaa 



aagaacaagt 
aacagcgacg 
tgcctctcga 
gcctcctgcc 
gggctctgct 
tcagatgaga 
gggggcacgg 
cagggccaca 
tgctacatcg 
cjgcttgcacg 
tcatctccc 
ggagaaac 
c^tgtcttcc 
gg\actggcg 
.acctcc 

ggo N 

cgga&cttcc 
ggcgtVtaca 
gggccggggc 

:ag 

gaactca&tc 
agtggagc 
aaggtttga^ 
tatctgcctc* 
aggtggtggg 
caggctcgga 
cagggtggac 
aaaaaaaaaa 



tctgcaagcc 
agcaggggtg 
aaagccagca 
ccaaggtgaa 
tgagcaaggg 
aggactgcga 
atgcggatga 
tctgcggtgc 
atgacagagg 
accagagcca 
accccttctt 
cggcagagta 
ctgccggcaa 
cgctgatcct 
tgccgcagca 
cctgccaggg 
aggccggtgt 
caaggctccc 
■cacccaaatg 
gctggagact 
tccagggctc 
ggaggtagaa 
gacacagcct 
ccctgtctgt 
:tgccggat 
^accctgga 
tftcagtgtgt . 
aaaaaaa 



cctcttctgg 
cagttgtccg 
gtgcaatggg 
cgtcgtcact 
caaccctgag 
ctgtgggctg 
gggcgagtgg 
ttccctcatc 
attcaggtac 
gcgcagcgcc 
caatgacttc. 
cagctccatg 
ggccatctgg 
gcaaaagggt 
gatcacgccg 
tgattccggg 
ggtgagctgg 
tctgtttcgg 
tgtacacctg 
ggaccgctga 
caaatctgcc 
ggggaggaca 
cccccgccag 
aaggagcagc 
ctgggctgtg 
aaacagacgg 
gtatt'tgtgt 



gtctgcgaca 
gcccagacct 
aaggacgact 
tgtaccaaac 
tgtgacggga 
cggtcattca 
ccctggcagg 
tctcccaact 
tcagacccca 
cctggggtgc 
accttcgact 
gtgcggccca 
gtcacgggct 
gagatccgcg 
cgcatgatgt 
ggacccctgt 
ggagacggct 
gactggatca 

c ?J?J<?gccacc 
ctgcaccagc 
tagaaaacct 
ctggtggttc 
ccccaagctg 
gggaacggag 
gggcccttgg 
gtctgagact 
aaatgggtaa 



gtgtgaacga 1560 
tcaggtgttc 1620 
gtggggacgg 1680 
acacctaccg 1740 
aggaggactg 1800 
cgagacaggc 1860 
taagcctgca 1920 
ggctggtctc 1980 
cgcagtggac 2040 
aggagcgcag 2100 
atgacatcgc 2160 
tctgcctgcc 2220 
ggggacacac 2280 
tcatcaacca 2340 
gcgtgggctt 2400 
ccagcgtgga 2460 
gcgctcagag 2520 
aagagaacac 2580 
catcgtccac 2640 
gcccccagaa 2700 
c'tcgcttcct 2760 
tactgaccca 2820 
ggc cgaggcg 2880 
cttcggagcc 2940 
gccacgctct 3000 
gaaattgttt 3060 
aacaatttat 3120 
3147 



<210> 
<211> 



2 

855 



<212> PRT 
<213> Homo 



sapiens 



<220> 
<223> 
<400> 



TADG 
2 



-15 



Met 


Gly Ser. 


Asp 


Arg 
5 


Ala 


Arg 


Lys 


Gly 


Gly 
l\ 


Gly, 


Gly 


Pro 


Lys 


Asp 
15 


Phe 


Gly Ala 


Gly 


Leu 
20 


Lys 


Tyr 


Asn^ 


Ser 


ArA 
25 


His 


Glu 


Lys 


Val 


Asn 
30 


Gly 


Leu Glu 


Glu 


Gly 

35 ' 


Val 


Glu 


Phe 


Leu 


Pro 
40 


w 


Asn 


Asn 


Val 


Lys 
45 


Lys 


Val Glu 


Lys 


His 


Gly 


Pro 


Gly Arg Trp 


Va\ 


Val 


Leu 


Ala 


Ala 








50 










55 . 










60 


Val 


Leu lie 


Gly 


Leu 
65 


Leu 


Leu 


Val 


Leu 


Leu 
70 


Gly 


\le 


Gly 


Phe 


Leu 
75 


Val 


Trp His 


Leu 


Gin 
80 


Tyr 


Arg 


Asp 


Val 


Arg 
85 


Val 


GBa 


Lys 


Val 


Phe 
90 


Asn 


Gly Tyr 


Met 


Arg 
95 


He 


Thr 


Asn 


Glu 


Asn 
100 


Phe 


Val 


\Asp 


Ala 


Tyr 
105 



SEQ-2 



Glu 


Asn 1 Ser 


Lys 


Asp 


Ala 


Pro 


\Tyr 


His 


Val 


Ae 


Ala 


Val 


GluS 


lGIu 


Leu 


Pro 


Pro 


Val 


Val 


Al\^ 


Asp 


Asn 


Ser 


Met 


Arg 


Phe 


His 


Ala 


Arg 


Leu 


Ser 


Leu 


Arg 


Gly 


Ser 


Glu 


Pro 


His 


Tyr 


Asn 


Leu 


Leu 


He 


Thr 


Phe 


Phe 


Gin 


Lys 


Ala 


Gin 


Pro 


Pro 


Asn 


Gin 


His 


Val 


Gly 


Val 


Pro 


Gly 


Glu 


Lys 


Asn 


Ser 


Asn 


Thr 


Asp 


Thr 


Asp 


Pro 


Cys 


Arg 


Lys 


Glu 


Ser 


Asp 


Glu 


Cys 


Lys 


Asn 



Asn 


Ser 


Thr 




110 




Leu 


Lys 


Leu 




125 




Lys 


Glu 


Ser 




140 




Tyr 


Tyr 


Trp 




155 




Ala 


Glu 


Arg 




170 




Arg 


Ala 


Arg 




185 




Phe 


Pro 


Thr 




200 




\ys 


Ser 


Phe 




215 




Thr 


Thr 


Pro 




230 




Cys 


^Gln 


Trp 




2A5 




Thr 


Pfre 


Arg 




26\ 




Asp 


Leu 


Val 




275 




Ala 


Leu 


vasl 




290 




Thr 


Phe 


His 




305 




Asn 


Thr 


Glu 




320 




Leu 


Pro 


Arg 




335 




Gly 


Thr 


Phe 




350 




He 


Asp 


Cys 




365 




Lys 


Val 


Ser 




380 




Ala 


Gly 


Thr 




395 




Tyr 


Cys 


Gly 




410 




Lys 


He 


Thr 




425 




Gly 


Phe 


Leu 




440 




Pro 


Gly 


Gin 




455 




Leu 


Arg 


Cys 




470 




Leu 


Asn 


Cys 




485 




Lys 


Phe 


Cys 




500 





Glu 


Phe 


Val 


Leu 


Tyr 


Ser 


Ala 


Val 


Thr 


Ser 


Glu 


Phe 


Val 


Met 


Ala 


Ser 


Leu 


Lys 


Asp 


Ser 


Lys 


Gly 


Leu 


His 


Gly 


Phe 


Pro 


Ala 


Leu 


Arg 


Ser 


Phe 


Asp 


Thr 


Val 


Tyr 


Gin 


Leu 


Cys 


^er 


Ser 


Gin 


Ar^ 


Arg 


His 


Met 


iSer 


Ser 


Asn 


Se\ 


Pro 


Thr 


Trp 


Asn 


Phe 


Lys 


PhX 


Cys 


Pro 


Lys 


Glu 


Arg 


Ser 


Val 


Arg 


Phe 


Ala 


Glu 


Tyr 


Phe 


Thr 


Cys 


Asp 


Gly 


Trp 


Ser 


Cys 


Asp 


Lys 


Pro 


Leu 




SEQ 


-3 



Ser 


Leu 


Ala 


115 






Gly 


Val 


Pro 


130 






Ala 


Phe 


Ser 


145 






Ser 


He 


Pro 


160 






Glu 


Glu 


Arg 


175 






Ser 


Phe 


Val 


190 






Thr 


Val 


Gin 


205 






Ala 


Arg 


Gly 


220 






Asp 


Ser 


Pro 


235 






Gly 


Asp 


Ala 


250 






Leu 


Ala 


Ser 


265 






Asn 


Thr 


Leu 


280 






Gly 


Thr 


Tyr 


295 






Asn 


Val 


Leu 


310 






Pro 


Gly 


Phe 


325 






Cys 


Gly 


Gly 


340 






Tyr 


Tyr 


Pro 


355 






He 


Glu 


Val 


370 






Phe 


Tyr 


Leu 


SJ85 






Asp 


Tyr 


Val 


400 






Girts 


.Phe 


Val 


415 






His 


S^r 


Asp 


430 






Leu 


Ser 


VTyr 


445 






Arg 


Thr' 


Gl^ 


460 






Ala 


Asp 


Cys 


475 






Ala 


Gly 


His 


490 






Phe 


Trp 


Val 


505 







Ser 


Lys 


Val 






120 


Phe 


Leu 


Gly 






135 


Glu 


Gly 


Ser 






150 


Gin 


His 


Leu 






165 


Val 


Val 


Met 






180 


Val 


Thr 


Ser 






195 


Arg 


Thr 


Gin 






210 


Val 


Glu 


Leu 






225 


Tyr 


Pro 


Ala 






240 


Asp 


Ser 


Val 






255 


Cys 


Asp 


Glu 






270 


Ser 


Pro 


Met 






285 


Pro 


Pro 


Ser 






300 


Leu 


He 


Thr 






315 


Glu 


Ala 


Thr 






330 


Arg 


Leu 


Arg 






345 


Gly 


His 


Tyr 






360 


Pro 


Asn 


Asn 






375 


Leu 


Glu 


Pro 






390 


Glu 


He 


Asn 






405 


Val 


Thr 


Ser 






420 


Gin 


Ser 


Tyr 






435 


Asp 


Ser 


Ser 






450 


Arg 


Cys 


He 






465 


Thr 


Asp 


His 






480 


Gin* 


SPhe 


Thr 






495 


Cys 


Asto 


Ser 






v510 



Val Asn Asp Cys Gly Asp Asn 

Psp Ala Gin Thr Phe Arg Cys 

\ 530 
Ser\Gln Gin Cys Asn Gly Lys 

\ 545 
Glu Ala Ser Cys Pro Lys Val 

\ 560 
Thr Tyr Arg Cys Leu Asn Gly 

\ 575 
Glu CysNAsp Gly Lys Glu Asp 

\ 590 
Asp Cys Asp Cys Gly Leu Arg 

\ 605 
Val Gly Gly\ Thr Asp Ala Asp 

\ 620 
Ser Leu His Ala Leu Gly Gin 
\ 635 

lie Ser Pro Asn Trp Leu Val 
\650 

Asp Arg Gly Phe Arg Tyr Ser 

6K5 

Leu Gly Leu His AsV Gin Ser 

680V 

Glu Arg Arg Leu Lys Vrg lie 

695 \ 

Phe Thr Phe Asp Tyr Asp lie 

710 \ 

Ala Glu Tyr Ser Ser Met Wal 

725 \ 

Ser His Val Phe Pro Ala Gly 

j 740 \ 

ly His Thr Gin Tyr Gly Gly 

755 

Gly Glu lie Arg Val He Asn 

770 

Pro Gin Gin He Thr Pro Arg 

785 

Gly Gly Val Asp Ser Cys Gin 

800 

Ser Val Glu Ala Asp Gly Arg 

815 

Trp Gly Asp Gly Cys Ala Gin 

830 

Arg Leu Pro Leu Phe Arg Asp 

845 



<210> 3 

<211> 256 

<212> PRT 

<213> Homo sapiens 



Ser Asp 


Glu 


Gin 


Gly 


Cys Ser 


Cys 




520 








525 


Ser Asn 


Gly 


Lys 


Cys 


Leu Ser 


Lys 




535 








540 


Asp Asp 


Cys 


Gly 


Asp 


Gly Ser 


Asp 




550 








555 


Asn Val 


Val 


Thr 


Cys 


Thr Lys 


His 




565 








570 


Leu Cys 


Leu 


Ser 


Lys 


Gly Asn 


Pro 




580 








585 


Cys Ser 


Asp 


Gly 


Ser 


Asp Glu 


Lys 




595 








600 


Ser Phe 


Thr 


Arg 


Gin 


Ala Arg 


Val 




610 








615 


Glu Gly 


Glu 


Trp 


Pro 


Trp Gin 


Val 




625 








630 


Gly His 


He 


Cys 


Gly 


Ala Ser 


Leu 




640 








645 


Ser Ala 


Ala 


His 


Cys 


Tyr He 


Asp 




655 








660 


Asp Pro 


Thr" 


Gin 


Trp . 


•Thr Ala 


Phe 




670 








675 


Gin Arg 


Ser 


Ala 


Pro 


Gly Val 


Gin 




685 








690 


lie Ser 


His 


Pro 


Phe 


Phe Asn 


Asp 




700 








705 


Ala Leu 


Leu 


Glu 


Leu 


Glu Lys 


Pro 




715 








720 


Arg Pro 


He 


Cys 


Leu 


Pro Asp 


Ala. 




730 








735 


Lys Ala 


He 


Trp 


Val 


Thr Gly 


Trp 




745 








750 


yThr Gly 


Ala 


Leu 


He 


Leu Gin 


Lys 




760 








765 


Gin Thr 


Thr 


Cys 


Glu 


Asn Leu 


Leu 




775 








780 


MetVfet 


Cys 


Val 


Gly 


Phe Leu 


Ser 




790 








795 


Gly A3r> 


Ser 


Gly 


Gly 


Pro Leu 


Ser 




805 






> 


810 


He Phe^ 


SGln 


Ala 


Gly 


Val Val 


Ser 




820 








825 


Arg Asn 


L^s 


Pro 


Gly 


Val Tyr 


Thr 




835^ 








840 


Trp He 


Lys 


\Glu 


Asn 


Thr Gly 


Val 




850 








855 



SEQ-4 



<220> 


















<%23> Heps in 














<Aui 




j 
















Arg 


lie 


Val 


Gly 


Gly Arg Asp 


Thr Ser Leu 


Gly Arg Trp Pro Trp 










5 






10 




15 


Gin 


Va\ 


Ser 


Leu 


Arg 


Tyr 


Asp 


Gly Ala His 


Leu 


Cys Gly Gly Ser 










20 






25 




30 


Leu 


Leu- 


iSer 


Gly 


Asp 


Trp 


Val 


Leu Thr Ala 


Ala 


His Cys Phe Pro 










35 






40 




45 


Glu 


Arg 


A3n 


Arg 


Val 


Leu 


Ser 


Arg Trp Arg 


Val 


Phe Ala Gly Ala 










50 






55 




60 


Val 


Ala 


Gin 


\Ala 


Ser 


Pro 


His 


Gly Leu Gin 


Leu Gly Val Gin Ala 










65 






70 




75 


Val 


Val 


Tyr 


h\s 


Gly Gly Tyr 


Leu Pro Phe 


Arg 


Asp Pro Asn Ser 










80 






85 




90 


Glu 


Glu 


Asn 


Ser X 


\Asn Asp 


Tl- 
116 


Ala Leu Val 


His. 


Leu Ser Ser Pro 










915 






100 




; 105 


Leu 


Pro 


Leu 


Thr 


G\u 


Tyr 


He 


Gin Pro Val 


Cys 


Leu Pro Ala Ala 










ll\ 






115 




120 


Gly 


Gin 


Ala 


Leu 


Val N 


SAsp 


Gly 


Lys He Cys 


Thr 


Val Thr Gly Trp 










125 






130 




135 


Gly 


Asn 


Thr 


Gin 


Tyr 


tW 


Gly 


Gin Gin Ala 


Gly Val Leu Gin Glu 










140 






. 145 




150 


Ala 


Arg 


Val 


Pro 


He 


lie* 


\Ser 


Asn Asp Val 


Cys 


Asn Gly Ala Asp 










155 






160 




165 


Phe 


Tyr 


Gly Asn 


Gin 


He 


l\s 


Pro Lys Met 


Phe 


Cys Ala Gly Tyr 










170 






175 




180 


Pro 


Glu 


Gly Gly 


He 


Asp 


Ala^ 


vCys Gin Gly 


Asp 


Ser Gly Gly Pro 










185 






\ 190 




195 


Phe 


Val 


Cys 


Glu 


Asp 


Ser 


He 


Ser Arg Thr 


Pro 


Arg Trp Arg Leu 










200 






\ 205 




210 


Cys 


Gly 


He 


Val 


Ser 


Trp 


Gly 


Thr\Gly Cys 


Ala 


Leu Ala Gin Lys 










215 






• \ 220 




225 


Pro 


Gly 


Val 


Tyr 


Thr 


Lys 


Val 


Ser A3q? Phe 


Arg 


Glu Trp He Phe 










230 






\ 235 




240 


Gin 


Ala 


He 


Lys 


Thr 


His 


Ser 


Glu AlaXser 


Gly Met Val Thr Gin 










245 






350 




255 


Leu 





















<210> 4 
<211> 225 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> SCCE 
<400> 4 

Lys lie He Asp Gly Ala Pro Cys Ala Arg Gly Ser His\Pro Trp 

5 10 \ 15 



SEQ-5 



Gin Val 


Ala 


Leu 


Leu 


Ser 


Gly 


Asn 


Gin 


Leu 


His 


Cys 


Gly 


Gly 


Val 








20 










25 










30 


Leu Val 


Asn 


Glu 


Arg 


Trp 


Val 


Leu 


Thr 


Ala 


Ala 


His 


Cys 


Lys 


Met 








35 










'40 










45 


Asn \jrlu 


Tyr 


Thr 


Val 


His 


Leu 


Gly 


Ser 


Asp 


Thr 


Leu 


Gly 


Asp 


Arg 








50 










55 










60 


Arg ATa 


Gin 


Arg 


He 


Lys 


Ala 


Ser 


Lys 


Ser 


Phe 


Arg 


His 


Pro 


Gly 








65 










70 










75 


Tyr Ser 


\Thr 


Gin 


Thr 


His 


Val 


Asn 


Asp 


Leu 


Met 


Leu 


Val 


Lys 


Leu 








80 










85 










90 


Asn Ser 


Gin 


Ala 


Arg 


Leu 


Ser 


Ser 


Met 


Val 


Lys 


Lys 


Val 


Arg 


Leu 








95 










100 










105 


Pro Ser 


ArgN 


, Cys 


Glu 


Pro 


Pro 


Gly Thr 


Thr 


Cys 


Thr 


Val 


Ser 


Gly 








110 










115 










120 


Trp Gly 


Thr 


Thr 


Thr 


Ser 


Pro 


Asp 


Val 


Thr 


Phe 


Pro 


Ser 


Asp 


Leu 








125 










130 










135 


Met Cys 


Val 


Asp^ 


Val 


Lys 


Leu 


He 


Ser 


Pro 


Gin 


Asp 


Cys 


Thr 


Lys 








\l40 










145 










150 


Val Tyr 


Lys 


Asp 


Beu 


Leu 


Glu 


Asn 


Ser 


Met 


Leu 


Cys 


Ala 


Gly 


He 








155 










160 










165 


Pro Asp 


Ser 


Lys 


Ly\ 


Asn 


Ala 


Cys 


Asn 


Gly 


Asp 


Ser 


Gly 


Gly 


Pro 








170 N 










175 










180 


Leu Val 


Cys 


Arg Gly 


Thr 


Leu 


Gin 


Gly 


Leu 


Val 


Ser 


Trn 


Gly 


Thr 








185 










,190 










195 


Phe Pro 


Cys 


Gly Gin 


Pr\ 


Asn 


Asp 


Pro 


Glv 


Val 


Tvr 


Thr 


Gin 


Val 








200 










205 










210 


Cys Lys 


Phe 


Thr 


Lys 


Trp 


\le 


Asn 


Asp 


Thr 


Met 


Lys 


Lys 


His 


Arg 


/ 






215 










220 










225 


W210> 5 


























<211> 225 


























<212> PRT 


























<213> Homo 


sapiens 






















<220> 




























<223> Trypsin 
























<400> 5 


























Lys lie 


Val 


Gly 


Gly 


Tyr 


Asn 


Cys 


Glu 


GlW 


Asn 


Ser 


Val 


Pro 


Tyr 








5 










10 N 










15 


Gin Val 


Ser 


Leu 


Asn 


Ser 


Gly 


Tyr 


His 


Phe 


Qys 


Gly 


Gly 


Ser 


Leu 








20 










25 










30 


lie Asn 


Glu 


Gin 


Trp 


Val 


Val 


Ser 


Ala 


Gly 


Hi\ 


Cys 


Tyr 


Lys 


Ser 








35 










40 










45 


Arg lie 


Gin 


Val 


Arg 


Leu 


Gly 


Glu 


His 


Asn 


He 


Glu 


Val 


Leu 


Glu 








50 










55 










60 


Gly Asn 


Glu 


Gin 


Phe 


He 


Asn 


Ala 


Ala 


Lys 


He 


IleV 


\Arg 


His 


Pro 








65 










70 










75 


Gin Tyr 


Asp 


Arg 


Lys 


Thr 


Leu 


Asn 


Asn 


Asp 


He 


Met 


L&u 


He 


Lys 








80 










85 










90 


Leu Ser 


Ser 


Arg 


Ala 


Val 


He 


Asn 


Ala 


Arg 


Val 


Ser 


Thr 


\Tle 


Ser 








95 










100 










105 



SEQ-6 



Leu Pro 


Thr 


Ala 


Pro 


Pro 


Ala 


Thr Gly 


Thr 


Lys 


Cys 


Leu 


He 


Ser 








110 










115 










120 


Gly Trp 


Gly 


Asn 


Thr 


Ala 


Ser 


Ser Gly 


Ala 


Asp 


Tyr 


Pro 


Asp 


Glu 








125 










130 










135 


beu Gin 


Cys 


Leu Asp 


Ala 


Pro 


Val 


Leu 


Ser 


Gin 


Ala 


Lys 


Cys 


Glu 








140 










145 










150 


Ala\Ser 


Tyr 


Pro Gly 


Lys 


He 


Thr 


Ser 


Asn 


Met 


Phe 


Cys 


Val 


Gly 


\ 






155 










160 










165 


Phe Leu 


Glu 


Gly Gly 


Lys 


Asp 


Ser 


Cys 


Gin 


Gly 


Asp 


Ser 


Gly 


Gly 








170 










175 










180 


Pro Val\ 


v Val 


Cys 


Asn 


Gly Gin 


Leu 


Gin 


Glv 


Val 


Val 


Ser 


Trr> 


Glv 








185 










190 










195 


Asp Gly 


Oys 


Ala 


Gin 


Lys 


Asn 


Lys 


Pro 


Glv 


Val 


Tvr 


Thr 


Lys 


Val 








200 










205 










210 


Tyr Asn 


TyV 


Val 


Lys 


Trp 


He 


Lys 


Asn 


Thr 


He 


Ala 


Ala 


Asn 


Ser 








215 










220 










225 


<210> 6 


























<211> 231 


























<212> PRT 


























<213> Homo 


sapie&s 






















<220> 




























<223> Chymotrypsin 






















<400> 6 


























Arg lie 


Val 


Asn 


Gly 


Gli\ 


Asp 


Ala 


Val 


Pro 


Gly 


Ser 


Trp 


Pro 


Trp 








5 - 










10 










15 


'feln Val 


Ser 


Leu 


Gin 


Asp 


Lys 


Thr Gly 


Phe 


His 


Phe 


Cys 


Gly 


Gly 








20 










25 










30 


Ser Leu 


He 


Ser 


Glu 


Asp 


Trp\ 


Val 


Val 


Thr 


Ala 


Ala 


His 


Cys 


Gly 








35 










40 










45 


Val Arg 


Thr 


Ser 


Asp 


Val 


Val 


M 


Ala 


Gly 


Glu 


Phe 


Asp 


Gin 


Gly 








50 










55 










60 


Ser Asp 


Glu 


Glu 


Asn 


He 


Gin 


Va]> 


yLeu 


Lys 


He 


Ala 


Lys 


Val 


Phe 








65 










70 










75 


Lys Asn 


Pro 


Lys 


Phe 


Ser 


He 


Leu 


Thx 


Val 


Asn 


Asn 


Asp 


He 


Thr 








80 










85 










90 


Leu Leu 


Lys 


Leu 


Ala 


Thr 


Pro 


Ala 


Arg 


\Phe 


Ser 


Gin 


Thr 


Val 


Ser 








95 










M0 










105 


Ala Val 


Cys 


Leu 


Pro 


Ser 


Ala 


Asp Asp 


Aiito 


Phe 


Pro 


Ala 


Gly 


Thr 








110 










115S 










120 


Leu Cys 


Ala 


Thr 


Thr 


Gly Trp 


Gly Lys 


Thr 


\ys 


Tyr 


Asn 


Ala 


Asn 








125 










130 










135 


Lys Thr 


Pro 


Asp 


Lys 


Leu 


Gin 


Gin 


Ala 


Ala 


Le\ 


Pro 


Leu 


Leu 


Ser 








140 










145 










150 


Asn Ala 


Glu 


Cys 


Lys 


Lys 


Ser 


Trp Gly 


Arg 


Arg 


Me 


Thr 


Asp 


Val 








155 










160 










165 


Met He 


Cys 


Ala 


Gly 


Ala 


Ser 


Gly Val 


Ser 


Ser 


Cy\ 


Met 


Gly 


Asp 








170 










175 










180 


Ser Gly 


Gly 


Pro 


Leu 


Val 


Cys 


Gin 


Lys 


Asp 


Gly 


Ala 


Vp 


Thr 


Leu. 








185 










190 










195 



SEQ-7 



Val Gly lie Val Ser Trp Gly Ser Asp Thr Cys Ser Thr Ser Ser 

200 205 210 

Pro Gly Val Tyr Ala Arg Val Thr Lys Leu lie Pro Trp Val Gin 

215 220 225 
LVs lie Leu Ala Ala Asn 

230 




<210> 7 
<211>\ 255 

<212> NPRT 

<213> HQmo 
<220> 

<223> Fact 
<400> 



sapiens 
X 7 



Arg, 


He 


Val 


Glk 


Gly 
\5 


Lys 


Val 


Cys 


Pro 


Lys 
10 


Gly 


Glu 


Cys 


Pro 


Trp 
15 


Gin 


Val 


Leu 


Leu 


l<eu 
2 \ 


Val 


Asn 


Gly 


Ala 


Gin 
25 


Leu 


Cys 


Gly 


Gly 


Thr 
30 


Leu 


He 


Asn 


Thr 


Il\ 
35 N 


Trp 


Val 


Val 


Ser 


Ala 
40 


Ala 


His 


Cys 


Phe 


Asp 
45 


Lys 


He 


Lys 


Asn 


Trp 


V g 


Asn 


Leu 


He 


Ala 


Val 


Leu 


Gly 


Glu 


His 










50 










55 








60 


Asp 


Leu 


Ser 


Glu 


His 
65 


As\ 


Gly 


Asp 


Glu 


Gin 
70 


Ser 


Arg 


Arg 


Val 


Ala 
75 


Gin 


Val 


He 


lie 


Pro 
80 


Ser 


T5hr 


Tyr 


Val 


Pro 
85 


Gly 


Thr 


Thr 


Asn 


His 
90 


"Asp 


He 


Ala 


Leu 


Leu 
95 


Arg 


Le\ 


His 


Gin 


Pro 
100 


Val 


Val 


Leu 


Thr 


Asp 
105 


His 


Val 


Val 


Pro 


Leu 
110 


Cys 


Leu 


Bro 


Glu 


Arg 
115 


Thr 


Phe 


Ser 


Glu 


Arg 
120 


Thr 


Leu 


Ala 


Phe 


Val 
125 


Arg 


Phe 


SeX, 


Leu 


Val 
130 


Ser 


Gly 


Trp 


Gly 


Gin 
135 


Leu 


Leu 


Asp 


Arg 


Gly 
140 


Ala 


Thr 


Ala 


Beu 


Glu 
145 


Leu 


Met 


Val 


Leu 


Asn 
150 


Val 


Pro 


Arg 


Leu 


Met 
155 


Thr 


Gin 


Asp 


CysS 


.Leu 
\60 


Gin 


Gin 


Ser 


Arg 


Lys 
165 


Val 


Gly 


Asp 


Ser 


Pro 
170 


Asn 


lie 


Thr 


Glu 


TVr 
17*5 


Met 


Phe 


Cys 


Ala 


Gly 
180 


Tyr 


Ser 


Asp 


Gly 


Ser 
185 


Lys 


Asp 


Ser 


Cys 


Lys^ 
190 


NGly 


Asp 


Ser 


Gly 


Gly 
195 


Pro 


His 


Ala 


Thr 


His 
200 


Tyr 


Arg 


Gly 


Thr 


Trp 
205 




Leu 


Thr 


Gly 


He 
210 


Val 


Ser 


Trp 


Gly 


Gin 
215 


Gly 


Cys 


■ Ala 


Thr 


Val 
220 


Gly 


^His 


Phe 


Gly 


Val 
225 


Tyr 


Thr 


Arg 


Val 


Ser 
230 


Gin 


Tyr 


He 


Glu 


Trp 
235 


Leu 


Glk 


Lys 


Leu 


Met 
240 


Arg 


Ser 


Glu 


Pro 


Arg 
245 


Pro 


Gly 


Val 


Leu 


Leu 
250 


Arg 


Ala 


Rro 


Phe 


Pro 
255 



SEQ-8 



<210> 8 

<211> 253 

\212> PRT 

<2\L3> Homo sapiens 

<22GI> 

<223\ Tissue plasminogen activator 
<400>\8 



Arg 


Ile> 


\Lys 


Gly 


Gly 


Leu 


Phe 


Ala 


Asp 


He 

1 0 


Ala 


Ser 


His 


Pro 


Trp 
1 R 


Gin 


Ala 


i^La 


■He 


Phe 


Ala 


Lys 


His 


Arg 


Arg 
9 R 


Ser 


Pro 


Gly 


Glu 


Arg 
^ 0 


Phe 


Leu 


Cy\ 


Gly 


Gly 


He 


Leu 


He 


Ser 


Ser 


Cys 


Trp 


He 


Leu 


Ser 


Ala 


Ala 


His 


Oys 


Phe 

R0 


Gin 


Glu 


Arg 


Phe 


Pro 

RR 


Pro 


His 


His 


Leu 


Thr 

0 


Val 


lie 


Leu 


Giy\ 


Arg 
Vis 


Thr 


Tyr 


Arg 


Val 


Val 
70 


Pro 


Gly 


Glu 


Glu 


Glu 
/ 


Gin 


Lys 


Phe 


Glu 


VSal 
o u\ 


Glu 


Lys 


Tyr 


He 


Val 

O -J 


His 


Lys 


Glu 


Phe 


Asp 
QO 


Asp 


Asp 


Thr 


Tyr 


Asps 


Asn 


Asp 


He 


Ala 


Leu 

1 00 

_L U U 


Leu 


Gin 


Leu 


Lys 


Ser 

1 OR 


Asp 


Ser 


Ser 


Arg 


Cys 

110 


Ma 


Gin 


Glu 


Ser 


Ser 
lis 


Val 


Val 


Arg 


Thr 


Val 

1 90 


Cys 


Leu 


Pro 


Pro 


Ala 

IOC 

LA D 


Asp\ 


. Leu 


Gin 


Leu 


Pro 

ion 
1 J U 


Asp 


Trp 


Thr 


Glu 


Cys 

1 

±3 0 


Glu 


Leu 


Ser 


Gly 


Tyr 
140 


Gly 


LVs 


His 


Glu 


Ala 
145 


Leu 


Ser 


Pro 


Phe 


Tyr 
150 


Ser 


Glu 


Arg 


Leu 


Lys 
155 


Glu 


AlcN 


siiis 


Val 


Arg 
160 


Leu 


Tyr 


Pro 


Ser 


Ser 
165 


Arg 


Cys 


Thr 


Ser 


Gin 
170 


His 


Leu 


lVi 


Asn 


Arg 
175 


Thr 


Val 


Thr 


Asp 


Asn 
180 


Met 


Leu 


Cys 


Ala 


Gly 
185 


Asp 


Thr 


Arg 


SSer 


Gly 
190 


Gly 


Pro 


Gin 


Ala 


Asn 
195 


Leu 


His 


Asp 


Ala 


Cys 
200 


Gin 


Gly 


Asp 


S^r 


Gly 

,205 


Gly 


Pro 


Leu 


Val 


Cys 
210 


Leu 


Asn 


Asp 


Gly 


Arg 
215 


Met 


Thr 


Leu 


Val 


\iy 

2\0 


He 


He 


Ser 


Trp 


Gly 
225 


Leu 


Gly 


Cys 


Gly 


Gin 
230 


Lys 


Asp 


Val 


Pro 


GlV 
235 N 


Val 


Tyr 


Thr 


Lys 


Val 
240 


Thr 


Asn 


Tyr 


Leu 


Asp 
245 


Trp 


lie 


Arg 


.Asp 


Asn 
250 


Met 


Arg 


Pro 







<210> 9 

<211> 2900 

<212> DNA 

<213> Homo sapiens 

<220> 



SEQ-9 



<223> SNC-19; GeneBank Accession No. #U20428 
<400> 9 



cgctgggtgg 
ttcctggtgt 
0;gaggatca 
guaagcctgg 
ctgtagcccct 
tactkctggt 
gccagi 
cctcagfe^ggt 
gcagcttts&g 
gacagcccc 
gagctactc^ 
gacgtgtacaNacaccc 
cctccctcct \caacc 
taaccaacac t 
agcagctgtg 
ggccactacc 
gtgaaggtgc 
cccaaggact 
gtcaccagca 
accggcttct 
acgtgccgca 



ccgaccacag 
gcaagttctg 
acgagcaggg 
tcgaaaagcc 
tgccccaagg 
tgcttgagca 
gagaaggact 
acggatgcgg 
cacatctgcg 
atcgatgaca 
cgaccagagc 
accccttctt 
cggcagagta 
ctgccggcaa 
cgctgatcct 
tgccgcagca 
cctgccaggg 
aggccggtgt 
aaggctccct 
acccaaatgt 
ctggagactc 
tccaggctca 
gggtagaagg 
cagctccggc 
ggaagacctg 
ttcttgagga 
ggtttaccag 
tttcttttta 



tgctggcagc 
ggcatttgca 
caaatgagaa 
ccagcaaggt 
accacaagga 
ctgagttcag 
cgtagtcatg 
ggctttcccc 
cctgcacgcc 
accccgctca 
age tgac teg 
tgag 
tgac 
cgcggca 
ga^gccgctt 
cacocaacat 
gcttcaaatt 
acgtggagat 
acagcaacaa 
tagctgaata 
cggggcggt* 
cgatgagctc > 
caagctcttc 
ttgcatttgt 
agcagtgcaa 
tgaacgtcgt 
agggcaaccc 
gcgactgtgg 
atgagggcga 
gtgcttccct 
gaggattcag 
cagcgcaggc 
caatgacttc 
cagctccatg 
ggccatctgg 
gcaaaagggt 
gatcacgccg 
tgattccggg 
ggtgagctgg 
ctgtttcggg 
gtacacctgc 
gcgcaccgtg 
aatctgctag 
ggaggaacac 
agcccaagtg 
gatctctagt 
agcccaggct 
ctcccaggtg 
aaaaaaaaaa 



cgtgctgatc 
gtaccgggac 
ttttgtggat 
gaaggacgcg 
gtcggctgtg 
catcccgcag 
ctgcccccgc 
acggactcca 
gcggtgtgga 
tgcccgctgc 
cage t tgac t 
ccccatggag 
cttccactcc 
tcccggcttt 
aegtaaagee 
tgactgeaca 
cttctacctg 
caatggggag 
gatcacagtt 
cctctcctac 
tatceggaag 
w aactgcagtt 
ggtctgcg 
cciggacccag 
tgggaaggac 
acc 
tgac 
getgeg^ 
gtggccct^g 
catctctcc 
gtactcagac 
cctggggtgc 
accttcgact 
gtgcggccca 
gtcaeggget 
gagatccgeg 
cgcatgatgt 
ggacccctgt 
ggagacgctg 
aatggatcaa 
ggggccaccc 
acctgcacca 
aaaacctctc 
tggtggttct 
ggcgaggacg 
gagtgtgact 
cggaggaccc 
acttcagtgt 



ggcctcctct 
gtgcgtgtcc 
gectacgaga 
ctgaagctgc 
acggccttca 
cacctggttg 
gggcgcgctc 
aaacagtaca 
getgatgege 
cagtgggctg 
gcgcctcgac 
ccccacgcct 
ctcccacgaa 
gaggccacct 
caggggacat 
tggaaaattg 
ctggagcccg 
aaatactgcg 
cgcttccact 
gactccagtg 
gagctgeget 
gcgacgccgg 
acagtgtgaa 
accttcaggt 
gactgtgggg 
aaacacacct 
gggaaggagg 
ttcacgagac 
caggtaagee 
aactggctgg 
cccacgcagg 
ggagcgcag 
aVgacatcgc 
tc\gcctgcc 
ggggacacac 
.acca 

gcgtgc k 
ccagcgcgga 

g 

agagaacac s 
atcgtccacc' 
gcgccccaga 
gcttcctcag 
actgacccaa 
cgtttgtgca 
geeggatctg 
tggaaaacag 
gtgtattgtg 



tggtcttget 
agaaggtctt 
actccaactc 
tgtacagegg 
gcgagggcag 
aggaggcega 
cctgaagtcc 
gaggacccag 
ttcaccacgc 
eggggacgeg 
gagegeggea 
ggtgagtgtg 
cgtcctgctc 
tcttccagct 
tcaacagccc 
aggtgcccaa 
gcgtgcctgc 
gagagaggtc 
cagatcagtc 
acccatgccc 
gtgatggctg 
ccaccagttc 
cgagtgcgga 
gttccaatgg 
aegggtcega 
accgctgcct 
actgtagega 
aggctcgtgt 
tgeatgetet 
tctctgccgc 
acggccttcc 
gctcaagcgc 
getgetggag 
ggacgcctgc 
ccagtatgga 
gaccacctgc 
cctcagcggc 
ggcggatggg 
aacaagecag 
ggggtatagg 
v ccagtgtgca 
icatacactg 
cc^tccaaagt 
ctggggcaag 
tacn^ccctg 
gctgl 
aegggftctga 
taaatgagta 



ggggategge 60 
caatggctac 120 
cactgagttt 180 
agtcccattc 240 
cgtcatcgcc 300 
gcgcgtcatg 3 60 
tttgtggtca 420 
gacaacagct 480 
cggcttccct 540 
aegcagtget 600 
gcgacctggt 660 
tggcacctac 720 
atcacactga 780 
gectaggatg 840 
ctactaccca 900 
caaccagcat 960 
gggcacctgc 1020 
ccagttcgtc 1080 
ctacaccgac 1140 
ggggcagttc 1200 
ggegactgea 1260 
aegtgeaaga 1320 
gaeaacageg 13 80 
gaagtgcctc 1440 
cgaggcctcc 1500 
caatgggctc 1560 
eggctcagat 1620 
tgttgggggc 1680 
gggecaggge 1740 
acactgctac 1800 
tgggcttgea 1860 
atcatctccc 1920 
c tggagaaac 1980 
catgtcttcc 2040 
ggcactggcg 2100 
gagaacctcc 2160 
ggcgtggact 2220 
cggatcttcc 2280 
gcgtgtacac 2340 
ggccggggcc 2400 
cgcctgcagg 2460 
tgaactcatc 2520 
ggagctggga 2580 
gtttgaagca 2640 
ctctatacac 2700 
ttggccacgc 2760 
gactgaaaat 2820 
aaacatttta 2880 
2900 



SEQ-10 



<210> 10 



^211> 922 
*\l2> PRT 
<2l\3> Mus musculus 



<220\ 

<223>\ Epithin 
<400> Vo 



Met 


Gly 


Ser 


Asn 


Arg 

c 
D 


Gly 


Arg 


Lys 


Ala 


Gly 


Gly 


Gly 


Ser 


Gin 


Asp 
lb 


Phe 


Gly 


AM 


Gly 


Leu 

z U 


Lys 


Tyr 


Asp 


Ser 


Arg 

Z b 


Leu 


Glu 


Asn 


Met 


Asn 

.3 (J 


Gly 


Phe 


Glu 


SGlu 


Gly 

5 D 


Val 


Glu 


Phe 


Leu 


Pro 

A C\ 

4 U 


Ala 


Asn 


Asn 


Ala 


Lys 

A C 

4b 


Lys 


Val 


Glu 


lVs 


Arg 


Gly 


Pro 


Arg 


Arg 


Trp 

D D 


Val 


Val 


Leu 


Val 


Ala 

D (J 


Val 


Leu 


Phe 


Ser> 


vPhe 

& D 


Leu 


Leu 


Leu 


Ser 


Leu 
/ U 


Met 


Ala 


Gly 


Leu 


Leu 
/ b 


Val 


Trp 


His 


Phe 


H\s 

q n\ 
oU\ 


Tyr 


Arg 


Asn 


Val 


Arg 


Val 


Gin 


Lys 


Val 


Phe 
y u 


Asn 


Gly 


His 


Leu 


Arg\ 

Q c: 

y b 


ylle 


Thr 


Asn 


.Glu 


He 

1UU 


Phe 


Leu 


Asp 


Ala 


Tyr 

lUb 


vjlU 


Asn 


ber 


m"U -v- 

inr 


O x-v "V 

OCI 

1 1 n 

11U 


•"Pre* -v* 


VjlU 


irne 


±ie 


1 1 c 

•11D 


Leu 


Aia 


Ser 


(jj_n 


vai 

ion 
iz u 


Lys 


Glu 


Ala 


Leu 


Lys 

1 oc 
1Z j 


Leu 


SLeu 


Tyr 


Asn 


Glu 

1 OA 

1 J u 


Val 


Pro 


Val 


Leu 


Gly 

1 J D 


Pro 


Tyr 


His 


Lys 


Lys 

14 u 


Ser 


AM 


Val 


Thr 


Ala 

1 A R 


Phe 


Ser 


Glu 


Gly 


Ser 
lb u 


Val 


He 


Ala 


Tyr 


Tyr 


Trp 


Ser 


w 


Phe 


Ser 
lb U 


He 


Pro 


Pro 


His 


Leu 
lob 


Ala 


Glu 


Glu 


Val 


Asp 

1 / U 


Arg 


Ala 


Me^ls. 


Ala 


Val 
1 / b 


Glu 


Arg 


Val 


Val 


Thr 

1 OA 

loU 


Leu 


Pro 


Pro 


Arg 


Ala 

1 QC 


Arg 


Ala 


Leu 


Ws 


Ser 
1 q n 


Phe 


Val 


Leu 


Thr 


Ser 

1 QC 

iy b 


vul 


val 


r\±. d 


IT lit. 


IT -L 

200 


lie 




Prn 


7\ yA 


S205 


T .01 1 
J_itr Li 


fill Tl 




1 11 J. 


210 


Asp 


Asn 


Ser 


Cys 


Ser 
215 


Phe 


Ala 


Leu 


His 


Aia 
22\) 


His 


Gly 


Ala 


Ala 


Val 
225 


Thr 


Arg 


Phe 


Thr 


Thr 


Pro 


Gly 


Phe 


Pro 


Asrr> 


ySer 


Pro 


Tyr 


Pro 


Ala 










230 










235 








240 


His 


Ala 


Arg 


Cys 


Gin 
245 


Trp 


Val 


Leu 


Arg 


Gly 
250 


aV> 


Ala 


Asp 


Ser 


Val 
255 


Leu 


Ser 


Leu 


Thr 


Phe 
260 


Arg 


Ser 


Phe 


Asp 


Val 
265 


Ala^ 


\Pro 


Cys 


Asp 


Glu 
270 


His 


Gly 


Ser 


Asp 


Leu 
275 


Val 


Thr 


Val 


Tyr 


Asp 
280 


Ser 


lW 


Ser 


Pro 


Met 
285 


Glu 


Pro 


His 


Ala 


Val 
290 


Val 


Arg 


Leu 


Cys 


Gly 
295 


Thr 


Phe 


\Ser 


Pro 


Ser 
300 


Tyr 


Asn 


Leu 


Thr 


Phe 
305 


Leu 


Ser 


Ser 


Gin 


Asn 
310 


Val 


Phe 


L3u 


Val 


Thr 
315 


Leu 


He 


Thr 


Asn 


Thr 


Gly 


Arg 


Arg 


His 


Leu 


Gly 


Phe 


Glu 


SAla 


Thr 



SEQ-11 




320 
Pro 
335 
Thr 
350 
Asn 
'365 
Val 
380 
Gly 
395 
Ser 
410 
He 
S425 



Lys Met 
Phe Ser 
Cys Thr 
Arg Phe 
Ser Cys 
Gly Glu 
Thr Val 



le Leu Ala 

GlJvMet Phe 
455 

Arg Cys Asp 
470 

Tyr Cys\Arg 
485 

Phe Cys L$s 
500 

Gly Asp Gly' 
515 

Phe Lys Cys 
530 

Asn Gly Lys 
545 

Asp Ser Val 
560 

Gin Asn Gly 
575 

Lys Thr Asp 
590 

Gly Leu Arg 
605 

Asn Ala Asp 
620 

Leu Gly Gin 
635 

Trp Leu Val 
650 

Lys Tyr Ser 
665 

Asp Gin Ser 
680 

Lys Arg He 
695 

Tyr Asp He 
710 

Thr Val Val 



Ser 

Ser 

Trp 

Lys 

Thr 

Arg 

His 

Glu 

Met 

Gly 

Cys 

Pro 

Sex 

Si 

Asp 

Asn 

Leu 

Cys 

Ser 

Glu 

Gly 

Ser 

Asp 

Lys 

He 

Ala 

Arg 
SEQ- 



325 
Ser Cys 
340 
Pro Tyr 
355 
Asn He 
370 
Leu Phe 
385 
Lys Asp 
400 
Ser Gin 
415 
Phe His 
430 
Tyr Leu 
445 
Cys Lys 
460 
Trp Ala 
475 
Asn Ala 
490 
Leu Phe 
505 
Asp Glu 
520 
Asn Gly 
535 
Lsn Cys 
550 
Val 
565 
Cys\fjeu 
^80 
Ser AS 

59) 
Phe Thr^ 
610 
Gly Glu 
625 
His Leu 
640 
Ala Ala 
655 
Tyr Thr 
670 
Arg Ser 
685 
Thr His 
700 
Leu Leu 
715 



Pro 
12 



He 



Gly Gly 
Tyr Pro 
Lys Val 
Tyr Leu 
Tyr Val 
Phe Val 
Ser Asp 
Ser Tyr 
Thr Gly 
Asp Cys 
Thr His 
Trp Val 
Glu Gly 
Lys Cys 
Gly Asp 
Ser Cys 
Ser Lys 
Gly Ser 
Lys Gin 
Pro 
Cy£\ Gly 
His (Ws 
Met Ti 
Ala Ser 
Pro Ser 
Glu Leu 
Cys Leu 



Val Leu 
Gly His 
Pro Asn 
Val Asp 
Glu He 
Val Ser 
His Ser 
Asp Ser 
Arg Cys 
Pro Asp 
Gin Phe 
Cys Asp 
Cys Ser 
Leu Pro 
Gly Ser 
Thr Lys 
Gly Asn 
Asp Glu 
Ala Arg 
Trp Gin 
Ala Ser 
Phe Gin 
Thr Ala 
ly Val 
Phe Asn 
GluVys 
Pro A; 



330 
Ser 
345 
Tyr 
360 
Asn 
375 
Pro 
390 
Asn 
405 
Ser 
420 
Tyr 
435 
Asn 
450 
lie 
465 
Tyr 
480 
Thr 
495 
Ser 
510 
Cys 
525 
Gin 
540 
Asp 
555 
Tyr 
570 
Pro 
585 
Lys 
600 
Val 
615 
Val 
630 
Leu 
645 
Asp 
660 
Phe 
675 
Gin 
690 
Asp 
705 
Ser 
720 
Ala 











725 








730 




735 


Thr 


His 


Val 


Phe 


Pro 


Ala 


Gly Lys 


Ala 


He 


Trp 


Val Thr Gly Trp 










740 








745 




750 


Gly 


His- 


Thr 


Lys 


Glu 


Gly 


Gly Thr 


Gly Ala 


Leu 


lie Leu Gin Lys 










755 








760 




765 


vply 


Glu 


He 


Arg 


Val 


He 


Asn Gin 


Thr 


Thr 


Cys 


Glu Asp Leu Met 










770 








775 




780 


p\o 


Gin 


Gin 


He 


Thr 


Pro 


Arg Met 


Met 


Cys 


Val 


Gly Phe Leu Ser 










785 








790 




795 


GlyN 


\Gly 


Val 


Asp 


Ser 


Cys 


Gin Gly 


Asp 


Ser 


Gly 


Gly Pro Leu Ser 










800 








805 




810 


Ser 


Ala 


Glu 


Lys 


Asp 


Gly 


Arg Met 


Phe 


Gin 


Ala 


Gly Val Val Ser 










815 








820 




825 


Trp 


GlV 


Glu 


Gly 


Cys 


Ala 


Gin Arg 


Asn 


Lys 


Pro 


Gly Val Tyr Thr 










830 








835 




840 


Arg 


Leu 


NPro 


Cys 


Ser 


Ser 


Gly Leu 


Asp 


Gin 


Arg 


Ala His Trp Gly 










845 








850 




855 


He 


Ala 


Ala 


Trp 


Thr 


Asp 


Ser Arg 


Pro 


Gin 


Thr 


Pro Thr Gly Met 










860 








865 




870 


Pro 


Asp 


Met* 


SHis 


Thr 


Trp, 


lie Gin 


Glu 


Arg 


Asn 


Thr Asp Asp He 










875 








900 




905 


Tyr 


Ala 


Val 


AJsa 


Ser 


Pro 


Pro Gin 


His 


Asn 


Pro 


Asp Cys Glu Leu 










910 








915 




920 


His 


Pro 






















11 

23 
DNA 

Artificial sequenc 

n=Inosine 
6, 9, 12, 15, 18 

Degenerate oligonucleotide primer 
11 

tgggtngtna cngcngcnca ytg 



23 



<210> 
<211> 
<212> 
<213> 
<220> 
<221> 
<222> 



12 
20 ; 
DNA 

Artificial sequence 

n=Inosine 

3, 6, 9, 12, 18 



SEQ-13 



<223> Degenerate oligonucleotide primer 
<400> 12 

arnggnccnc cnswrtcncc 



<210\ 13 
<211> \l2 



<212> 
<213> 
<220> 
<223> 
<400> 



PRT 
Homo 



sapiens 



Fragment of TADG-15 
13 

Leu Phe Arg Asp\Trp lie Lys Glu Asn Thr Gly Val 

5 10 



<210> 
<211> 
<212> 



14 
20 
DNA 



sequence 



<213> Artificial 
<220> 

<223> TADG-15 forward oligonucleotide primer 
/<400> 14 

atgacagagg attcaggtac 



<210> 
<211> 
<212> 



15 
20 
DNA 



<213> Artificial sequence 
<220> 

<223> TADG-15 reverse oligonucleotide Nprimer 
<400> 15 

gaaggtgaag tcattgaaga 

4 

<210> 16 
<211> 20 
<212> DNA 

<213> Artificial sequence 



SEQ-14 



<22( 

<223>\ P~ tubulin forward oligonucleotide primer, 
<400> \l6 

cgcatcaacg tgtactacaa 



20 



<213> Artificial sequence 
<220> 

<223> (3-tubulin\reverse oligonucleotide primer 
<400> 17 

tacgagctgg tggactgatoa 



20 




<210> 18 
<211> 3147 



RNA 

Artificial sequence' 



<223> Antisense of TADG-15 



<400> 18 



\uuuuuuuuuu 
caaauacaca 
cucagacccg 
gcguggccca 
cugaggaggc 
gcagauauac 
cugugucuuc 
ccuccccuuc 
uuuucuaggc 
ugggggcgcu 
cacuggggug 
ccggccccua 
agccuugugu 
gcucaccaca 
gggguccccc 
cccacgcaca 
gguggucugg 
cagugccucc 
ccggcaggga 
ggagcuguac 
cgaaggugaa 



uuuuuuuuua 
cacugaaguc 
ucuguuuucc 
agggccccac 
uccgaagcuc 
acaaacgcgc 
aaaccuuugc 
uaccucccag 
agauuuggag 
ggugcaguca 
gacgaugggu 
uaccccagug 
acacgccugg 
ccggccugga 
ggaaucaccc 
ucaugcgcgg 
uugaugacgc 
auacugggug 
agacauggga 
ucugccgguu 
gucauugaag 



aaaagaaaua > 

cacccuggga 

aggguccucc 

agcccagauc 

cguucccgcu 

cucggcccag 

ccccaguugg 

cuccacuuug 

cccuggagau 

gcgguccagu 

ggccccgcag 

uucucuuuga 

cuuguuccuc 

agauccgccc 

uggcaggagu 

cgugaucugc 

ggaucucacc 

uguccccagc 

ggcguccggc 

ucuccagcuc 

aagggguggg 



^aauuguuuua 
rcugguaaaa 
gVjccugggc 
cggrcagcccc 
gcutecuuaca 
cuugWggcug 
gucacraagaa 
gaggcuWagg 
ugaguuckca 
cuccagcc\ig 
guguacaca^b 
uccagucccg> 
ugagcgcagc 
auccgccucc 
ccacgccgcc 
ugcggcagga 
cuuuugcagg 
ccgugaccca 
aggcagaugg 
cagcagcgcg 
agaugaugcg 



cccauuuaca 
caauuucagu 
uuccucaaga 
accaccuuca 
gacaggggag 
gcgggggagg 
ccaccagugu 
aagcgagagg 
guguauguuc 
caggcgugca 
uuggguggcc 
aaacagaggg 
igucucccca 
aWcuggaca 
gc\igaggaag 
ggiAicucgca 
aucaW:gcgc 
gauggWuug 
gccgcakcau 
augucaukgu 
cuugagccVg 



SEQ-15 



cgcuccugca 
gaaggccguc 
ugiiagcagug 
ccgcagaugu 
cucgcccuca 
augaccgcag 
uccuccuucc 
gaggcagcgg 
aggaggcci 
uggcuuuuc* 
acaacugcac 
cgcagaccca 
uggccggcgu 
ggcccagcca 
acgugaacug 
gcuaagaagc 
gaucuuguug 
auuucucccc 
acgccgggcu 
guuguugggc 
ggccugggua 
ccuccacagc 
gggaugccgc 
gggaggagug 
ugcaccaggg 
caggucgcug 
ugaggcucag 
gcaugagcgg 
cagcuccaca 
uccucuguac 
acaaaggacu 
cucggccaug 
acucagacca 
gccgacuccu 
cuucagcgcg 
uggaguucuc 
ccauugaaga 
caggaagccg 
ccagcaccac 
uugacuggca 
ccgggaguug 
ccuugcgggc 



ccccaggggc 
cacugcgugg 
ugcggcagag 
ggcccuggcc 
uccgcauccg 
cccacagucg 
cgucacacuc 
uagguguguu 
gucggacccg 
agaggcacuu 
ccugcucgu 
agaggggc 
ccjcaacugca 
uca^cagcgca 
cccoKjggcau 
cggugrucggu 
cuguugrcugg 
auugaufcucc 
ccagcacroua 
accucaaugu 
guaggggci 
ugcucaucci 
cgcucagugu 
gaaggucagg 
cguggggcuc 
ccgcgcucgu 
cacugagucg 
gguaggggcu 
ccgcgggcgu 
uguuuuggag 
ucagggagcg 
acgcgcucgg 
guaguaggcg 
ugugguaggg 
uccuucaccu 
guaggcaucc 
ccuucuggac 
auccccagca 
ccagcgcccc 
ggaacuccac 
uacuugaguc 
ccgaucgcuc 



gcugcgcugg 
ggucugagua 
accagccagu 
cagagcaugc 
ugcccccaac 
caguccuucu 
aggguugccc 
ugguacaagu 
uccccacagu 
cccauuggaa 
cgcuguuguc 
uugcagaacu 
guugagcuca 
gcuccuuccg 
gggucacugg 
guaggacuga 
ugacgacgaa 
acguaguccu 
gaagaauuug 
uccaugugca 
uugaaugucc 
aggcagcugg 
\igguuaucag 
i^guaggagg 
cauggggcuc 
cgoaggacgc 
gcguxrccccc 
gucagggaag 
gcaggacaaa 
uccgugggga 
cgcccgcggg 

CCUCCUCCc 

augacgcugc 

gcccaggaau 

ugcuggccag 

acaaaauucu 

acgcacgucc 

agaccaagag 

gggccaugcu 

gccuuccucc 

ccgcgccgaa 

cccaugguac 



cucuggucgu 
ccugaauccu 
ugggagagau 
aggcuuaccu 
aacacgagcc 
caucugagcc 
uugcucaagc 
gacgacguuc 
cguccuuccc 
caccugaagg 
uccgcagucg 
uguucuugca 
ucgcuguggu 
gauacaccgc 
agucguagga 
ucugagugga 
cugggaccuc 
uggggcaggu 
aagcucaccu 
gucaauguug 
ccugggcuuu 
aagaaggugg 
ugugaugagc 
gaggguaggu 
aggguguugu 
aaggucaaag 
gcagggccca 
ccgggcgugg 
gcugcagcug 
aagccaccac 
ggcagcauga 
caggugcugc 
ccucgcugaa 
rggacuccgc 
gfcuuacaaac 
cakuugugau 
cgg^acugca 
gaggaegauc 
uuuccaccuu 
aagccauuca 
guccuucggg 
cccgaggcc* 



gcaagcccag 1100 

cugucaucga 1150 

gagggaagca 1200 

gccagggcca 1250 

ugucucguga 13 00 

gucgcuacag 1350 

agagcccauu 1400 

accuuggggc 1450 

auugcacugc 1500 

ucugggccgg 1550 

uucacacugu 1600 

cgugaacugg 1650 

cggugcaguc 1700 

cccgugcggc 1750 

gagguauuc a 1800 

agcgaacugu 1850 

ucuccgcagu 1900 

gcccgcaggc 1950 

ucacaugcug 2 000 

gguggguagu 2050 

acguaagcgg 2100 

ccucaaagcc 2150 

aggacguucu 2200 

gccacacaac 2250 

acaccgucac 23 00 

cugcggaagg 2350 

cuggcagcgg 2400 

ugaagcgcau 2450 

uuguccuggg 2500 

ugaggugac c 2550 

cuacgcgcuc 2 600 

gggaugcuga 2650 

ggccgucaca 2700 

uguacagcag 2750 

uc aguggagu 2800 

ccucauguag 2850 

aaugccacac 2900 

agcacggcug 2950 

cuugacguug 3 000 

cuuucucgug 3050 

cccccuccgc 3100 

cucuuga 3147 



<210> 
<211> 
<212> 
<213> 
<220> 
<223> 
<400> 



19 
9 

PRT ' 

Homo sapiens 

Residues 68-76 of the TADG-15 protein 
19 



SEQ-16 



) 



Val hku Leu Gly He Gly Phe Leu Val 

5 

<210> 20 x 
<211> 9 
<212> PRT 
<213> Homo Sapiens 
<220> 

<223> Residues\126-134 of the TADG-15 protein 
<400> 20 

Leu Leu Tyr Ser G1V Val Pro Phe Leu 

' 5 



21 

9 ' 

PRT 

Homo sapiens 



<210> 
<211> 
<212> 
<213> 
<220> 

<223> Residues 644-652 of ttu^ TADG-15 protein 
\ <400> 21 
Ser Leu He Ser Pro Asn Trp Leu 



r 



<210> 22 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 379-387 of the TADG-15 prote\n 
<400> 22 

Lys- Val Ser Phe Lys Phe Phe Tyr. Leu 

5 



<210> 23 
<211> 9 
<212> PRT 



SEQ-17 



<213>\ Homo sapiens 
<220> 

<223> Residues 386-394 of the TADG-15 protein 
<400> 23 

Tyr Leu Leu\Glu Pro Gly Val Pro Ala 

5 

<210> 24 
<211> 9 
<212> PRT 
<213> Homo sapient 
<220> 

<223> Residues 257-2^5 of the TADG-15 protein 
<400> 24 

Ser Leu Thr Phe Arg Ser\Phe Asp Leu 

5 

<210> 25 
<211> 9 
<212> PRT 



213> Homo sapiens 
k <220> 

223> Residues 762-770 of the TAD^-15 protein 
<400> 25 

lie Leu Gin Lys Gly Glu lie Arg Val 

5 

<210> 26 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 841-849 of the TADG-15 protein 
<400> 26 

Arg Leu Pro Leu Phe Arg Asp Trp lie 

5 

SEQ-18 



<210> 27 
<2I1> 9 
<212V PRT 
<2 13 > \ Homo sapi ens 
<220> 

<223> " Residues 64-72 of the TADG-15 protein 
<400> 27 

Gly Leu Leu\Leu Val Leu Leu Gly lie 

•5 




<210> 28 
<211> 9 
<212> PRT 
<213> Homo sapiens\ 
<220> 

<223> Residues 57-65 \>f the TADG-15 protein 
<400> 28 

Val Leu Ala Ala Val Leu, lie Gly Leu 

5 



10> 29 

(#4211> 9 

<212> PRT 

<213> Homo sapiens 
<220> 

<223> Residues 67-75 of the' TADG-15\protein 
<400> 29 

Leu Val Leu Leu Gly lie Gly Phe Leu 

.5 



<210> 30 

<211> 9 

<212> PRT - 

<213> Homo sapiens 

<220> 



SEQ-19 



<223> Residues 379-387 of the TADG-15 protein 
<400> 30 

Ly^ Val Ser Phe Lys Phe Phe Tyr Leu 

5 

<210> 
<211> 
<212> 

<213> Hom\ sapiens 
<220> 

<223> Residues 126-134 of the TADG-15 protein 
<400> • 31 

Leu Leu Tyr Ser X^ly Val Pro Phe Leu 

v5 



<210> 32 

<211> 9 

<212> PRT . . 

<213> Homo sapiens 
<220> 

223> Residues 88-96 of thf^ TADG-15 protein 

( <400> 32 

* Lys Val Phe Asn Gly Tyr Met Arg lie 



<210> 33 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 670-678 of the TADG-15 pro\ein 
<400> 33 

Thr Gin Trp Thr Ala Phe Leu Gly Leu 

5 



<210> 34 



SEQ-20 




esidues 119-127 of the TADG-15 protein 



Lys Val Lys Asp Ala Leu Lys Leu Leu 

5 




of the TADG-15 protein 



Leu Leu Val 



36 
9 

PRT 

<213> Hojho sapiens 
<220> 

<223> Residues 62-70 of the TADG\-15 protein 
<400> 36 

Leu lie Gly Leu Leu Leu Val Leu Leu' 

5 



<210> 37 

<211> 9 

<212> PRT 

<213> Homo sapiens 
<220> 

<223> Residues 57-65 of the TADG-15 protein 

<400> 37 

SEQ-21 



Val Leu Ala Ala Val Leu lie Gly Leu 

5 



<210V 38 
; <211>\ 9 
<212> \PRT 
<213> qomo sapiens 
<220> 

<223> Residues 61-69 of the TADG-15 protein 
<400> 38 

Val Leu IleNGly Leu Leu Leu Val Leu 

5 



39 
9 

PRT 

Homo sapiens\ 



<210> 
<211> 
<212> 
<213> 
<220> 

<223> Residues 146-15\4 of the TADG-15 protein 
<400> 39 

Phe Ser Glu Gly Ser Val ^le Ala Tyr 

. 5 



<210> 40 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 658-666 of the TADXj-15 protein 
<400> 40 

Tyr lie Asp Asp Arg Gly Phe Arg Tyr 

5 



<210> 41 
<211> 9 
<212> PRT 



SEQ-22 




<21.3> Homo sapiens 
<22Q> 

<223^ Residues 449-457 of the TADG-15 protein 
<400>\41 

Ser Ser\Asp Pro Cys Pro Gly Gin Phe 

5 

<210> 42 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues \01-409 of the TADG-15 protein 
<400> 42 

Tyr Val Glu lie Asn\Gly Glu Lys Tyr 

5 



<210> 43 

211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 387-395 of the\TADG - 1 5 protein 
<400> 43 

Leu Leu Glu Pro Gly Val Pro Ala G^ 

5 



<210> 44 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 553-561 of the TADG-15 prote^ 
<400> 44 

Gly Ser Asp Glu Ala Ser Cys Pro Lys 

< 5 

SEQ-23 



<210> 45 
<211> 
<212> P* 

<213> Hoh(o sapiens 
<220> 

<223> Residues 97-105 of the TADG-15 protein 
<400> 45 

Thr Asn Glu As\ Phe Val Asp Ala Tyr 

5 

<210> 46 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 110-118 \f the TADG-15 • protein 
<400> 46 

Ser Thr Glu Phe Val Ser Leu\Ala Ser 

5 

<210> 47 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 811-819 of the TADG-i^ protein 
<400> 47 

Ser Val Glu Ala Asp Gly Arg lie Phe 

5 

<210> 48 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 



SEQ^24 



<223A Residues 666-674 of the TADG-15 protein 
<400> \48 

Tyr Ser\Asp Pro Thr Gin Trp Thr Ala 

5 ' 

<210> 49 
<211> 9 
<212> PRT 
<213> Homo sa£ 
<220> 

<223> Residues 7\}9-717 of the TADG-15 protein 
<400> 49 

Asp Tyr Asp lie Ala\Leu Leu Glu Leu 

5 

<210> 50 
<211> 9 
<212> PRT 
<213> Homo sapiens 
/<220> 

\jJ " <223> Residues 408-416 of th\ TADG-15 protein 
<400> 50 

Lys Tyr Cys Gly Glu Arg Ser Gln\Phe 

5 

<210> 51 
<211> 9 
<212> - PRT 
<213> Homo sapiens 
<220> 

<223> Residues 754-762 of the TADG-15 protein 
<400> 51" 

Gin Tyr Gly Gly Thr Gly Ala Leu lie 

5 



<210> 52 



SEQ-25 



<211> 
<21 
<21 
<220> 
<223> 
<400> 
Ala Tyr 



9 

PRT 

Homo sapiens 

Residues 153-161 of the TADG-15 protein 

rr Trp Ser Glu Phe Ser lie 
5 




<210> 53 

<211> 9 

<212>. PRT 

<213> Homo sapi&ns 
<220> 

<223> Residues 722\73 0 of the TADG-15 protein 

<400> 53 

Glu Tyr Ser Ser Met Va\Arg Pro lie 



i210> 54 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 326-334 of the TADG^-15 protein 
<400> 54 

Gly Phe Glu Ala Thr Phe Phe Gin Leu 

5 



<210> 55 

<211> 9 

<212> PRT 

<213> Homo sapiens 
<220> 

<223> Residues 304-312 of the TADG-15 protein 

<400> 55 

SEQ-26 



Thr 



.e His Ser Ser Gin Asn Val Leu 
\ 5 



<210> . 56 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues \707-715 of the TADG-15 protein 
<400> 56 

Thr Phe Asp Tyr Asto lie Ala Leu Leu 



<210> .57 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 21-29 of t he\TADG - 1 5 protein 
<400> 57 

Lys Tyr Asn Ser Arg His Glu Lys\Val 

5 

<210> 58 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 665-673 of the TADG-15 protein 
<400> 58 . 

Arg Tyr Ser Asp Pro Thr Gin Trp Thr 

5 



<210> 59 
<211> 9 
<212> PRT 



SEQ-27 



<213> Homo sapiens 
<220> 

<223> Residues 686-694 of the TADG-15 protein 
<400> 

Ala Pro G\y Val Gin Glu Arg Arg Leu 

5 

<210> 60 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 12\20 of the TADG-15 protein 
<400> 60 

Gly Pro Lys Asp Phe G\y Ala Gly Leu; 

5 

<210> 61 
<211> 9 • 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 668-676 of the' ^ADG-15 protein 
<400> 61 

Asp Pro Thr Gin Trp Thr Ala Phe Le 

5 



<210> 62 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> . , 

<223> Residues 461-469 of the TADG-15 proteNj 
<400> 62 ' • 

Thr Gly Arg Cys He Arg Lys Glu Leu 

5 

SEQ-28 



# 



<2ilS> 63 
<211>\ 9 
<212> \PRT 
<213> Homo sapiens 
<220> 

<223> . Rescues 59-67 of the TADG-15 protein 
<400> 63 

Ala Ala Val iMu lie Gly Leu Leu Leu 

5 



64 
9 

PRT 

<213> Homo sapiens 
<220> 

Residues 379-3 87\of the TADG-15 protein 
64 

Lys Val Ser Phe Lys Phe PHe Tyr Leu 

5 



<210> 
<211> 
<212> 



<223> 
<400> 



<210> 65 

<211> 9 

<212> PRT 

<213> Homo sapiens 
<220> 

<223> Residues 119-127 of the TADG-15\protein 

<400> 65 

Lys Val Lys Asp Ala Leu Lys Leu Leu 

5 

<210> 66 

<211> 9 

<212> PRT - 

<213> Homo sapiens 
<220> 



SEQ-29 



<223> Residues 780-788 of the TADG-15 protein 
<400> 6( 

Leu Pro Gli^ Gin lie Thr Pro Arg Met 

5 

<210> 67 
<211> 9 
<212> PRT 
<213> 'Homo sapiens 
<220> 

<223> Residues. 67 -\ 5 of the TADG-15 protein 
<400> 67. 

Leu Val Leu Leu Gly l\e Gly Phe Leu 

5 

<210> 68 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 283-291 of the\ TADG-15 protein 
<400> 68 

Ser Pro Met Glu Pro His Ala Leu Val 

5 

<210> 69 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 12-20 of the TADG-15 proftein 
<400> 69 

Gly Pro Lys Asp Phe Gly Ala Gly Leu 

5 



<210> 70 



SEQ-3 0 



<AL1> 
<21 
<213 
<220> 
<223> 
<400> 
Ser Leu 



9 

PRT 

Homo sapiens 



Residues 257-265 of the TADG-15 protein 



Phe Arg Ser Phe Asp Leu 
5 




<210> 71 
<211> 9 
<212> PRT 
<213> Homo sapi\ 
'<220> 

<223> Residues 18(\-188 of the TADG-15 protein 
<400> 71 

Met Leu Pro Pro Arg A\a Arg Ser Leu 

5 



<210> 72 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 217-225 of the \ADG-15 protein 
<400> 72 

Gly Leu His Ala Arg Gly Val Glu Le\ 

5 



<210> 73 

<211> 9 

<212> PRT 

<213> Homo sapiens 
<220> 

<223> Residues 173-181 of the TADG-15 protei\ 

<400> 73 

SEQ-31 



Met Ala Glu 



Glu Arg Val Val Met Leu 
5 



<210>K 74 
<211> 

<212> \PRT 
<213> yjdmo sapiens 
<220> 

<223> Residues 267-275 of. the TADG-15 protein 
<400> 74 

Ser Cys Asp G\i Arg Gly Ser Asp Leu 



<210> 
<211> 
<212> 



75 
9 

PRT 



<213> Homo sapiens 
<220> 

<223> Residues 567-575 
<400> 75 

Cys Thr Lys His Thr Tyr Arg v Cys Leu 

5 



the TADG-15 protein 



<210> 76 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 724-732 of the TADG-15\protein 
<400> 76 

Ser Ser Met Val Arg Pro lie Cys Leu 

5 



<210> 77 
<211> 9 
<212> PRT 



SEQ-32 



i 



<213> K Homo sapiens 
<220> 

<223> Residues 409-417 of the TADG-15 protein 
<400> 77^ 

Tyr Gys Gly^ Glu Arg Ser Gin Phe Val 

5 




<210> 78 

<211> 9 

<212> PRT 

<213> Homo sapiens 
<220> 

<223> Residues 495\503 of the TADG-15 protein 

<400> 78 

Thr Cys Lys Asn Lys Phe Cys Lys Pro 



<210> 79 
<211> 9 
<212> PRT 
< 2 1 3 > Homo sapi ens 
<220> - 

<223> Residues 427-435 of the \fADG-15 protein 
<400> 79 

Val Arg Phe His Ser Asp Gin Ser tW 

5 



<210> 80 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 695-703 of the TADG-15 protein 
<400> 80 

Lys Arg lie lie Ser His Pro Phe Phe 

5 

SEQ-33 



• 4 



<210> 
<211> 
<212> 
<213> 
<220> 
<223> 
<400> 



9 

PRT 
Homo si 



->iens 



1-672 of the TADG-15 protein 



Residues 
81 

Phe Arg Tyr Ser Asp\ Pro Thr Gin Trp 

. 5 




Residues 220.-228 of the\TADG- 15 protein 
82 

Ala Arg Gly Val Glu Leu Met Arg P\e 

5 



<210> 83 

<211> 9 

<212> PRT 

<213> Homo sapiens 
<220> 

<223> Residues 492-500. of the TADG-15 proteii 

<400> 83 

His Gin Phe Thr Cys Lys Asn Lys Phe 

5 

<210> 84 

<211> 9 

<212> PRT 

<213> Homo sapiens 
<220> 



SEQ-34 



* 



4 



<223> Residues 53-61 of the TADG-15 protein 
<400> 84 

Gly\Arg Trp Val Val Leu Ala Ala Val 

5* 



<210> \85 
<211> 
<212> PI 

<213> Homp sapiens 
<220> 

<223> Residues 248-256 of the TADG-15 protein 
<400> 85 

Leu Arg Gly Asp. Ala Asp Ser Val Leu 



< 



86 
9 
PRT 

Homo sapiens 



<210> 
<211> 
<212> 
<213> 
<220> 

<223> Residues 572-580 o£^ the TADG-15 protein 
<400> 86 

Tyr Arg Cys Leu Asn Gly Leu Oys Leu 

5 



<210> 87 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 692-700 of the TADG-15 protein 
<400> 87 

Arg Arg Leu Lys Arg lie lie Ser His 

.5 - 



<210> 88 



SEQ-35 




Homo sapiens 



Residues 24-32 of the TADG-15 protein 
88 

Ser Arg His Gli\ Lys Val Asn Gly Leu 

5 



<210> 89 

<211> 9 

<212> PRT 

<213> Homo sapiens 
<220> 

<223> Residues 147-155 of\the TADG-15 protein 

<400> 89 

Ser Glu Gly Ser Val lie Ala TVr Tyr 



<210> 90 
(/* <211> 9 



PRT 

Homo sapiens 



<212> 
<213> 
<220> 

<223> Residues 715-723 of the TADG-15 protein' 
<400> 90 

Leu Glu Leu Glu Lys Pro Ala Glu Tyr 

5 



<210> 91 

<211> 9 

<212> PRT 

<213> Homo sapiens 
<220> 

<223> Residues 105-113 of the TADG-15 protein 

<400> 91 

- SEQ-36 



♦ 




Tyr Glu Asn Ser Ash Ser Thr Glu Phe 

5 - 



<210> 
<211> 
<212> 



92 
9 

PRT 



<213> Homo sapiens 
<220> 

<223> Residues l\-22 of the TADG-15 protein 
<400> 92 

Lys Asp Phe Gly. Ala !§ly Leu Lys Tyr 

5 




<210> 93 

<211> 9 

<212> PRT 

<213> Homo sapiens 
<220> 

<223> Residues 129-137 of th\ TADG-15 protein 

<400> 93 

Ser Gly Val Pro Phe Leu Gly Pro uvr 



94 
9 

PRT 

<213> Homo sapiens 
<220> ' ' 
<223> Residues 436-444 of the TADG-15 pro\ 
<400> 94 

Thr Asp Thr Gly Phe Leu Ala Glu Tyr 

5 



<210> 95 
<211> 9 
<212> PRT 



SEQ-37 




I Li 

hi- 



<213> feomo sapiens 
<220> V 

<223> Residues 766-774 of the TADG-15 protein 
<400> 95 1 

Gly Glu Ile\Arg Val lie Asn Gin Thr 

5 



<210> 96 
<211>. 9 
<212> PRT 
<213> Homo sapil 
<220> 

,<223> Residues .4 0\-4 10 of the TADG-15 protein 
<400> 96 

Val Glu lie Asn Gly G^u Lys Tyr Cys 

5 



<210> 
<211> 
<212> 
<213> 
<220> 
<223> 
<400> 




97 
9 

PRT 

Homo sapiens 



G-15 protein 



Residues- 482-490 of the 
97 

Asp Glu Leu Asn Cys Ser Cys Asp Al 

5 



<210> 98 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 82-90 of the TADG-15 proteinV 
<400> 9.8 

Arg Asp Val Arg Val Gin Lys Val Phe 

5 

SEQ-38 



